ABSTRACT The first complete genome assembly of buffalopox virus isolate Karachi 2005, with a length of 195,630 bp, is presented here. Phylogenetic analysis shows the virus to cluster within Vaccinia species, and the genome contains 177 proteincoding sequences.
regions that flank the BPXV genomic termini. Nanopore sequencing alone made it difficult to identify and annotate many of the protein-coding genes with confidence; thus, Illumina data were used to supplement the Nanopore sequencing. The BPXV genome presents an average GϩC content of 33.4% and contains at least 177 proteincoding genes. Whole-genome phylogenetic characterization using maximum likelihood approaches indicates chorioallantois vaccinia virus Ankara, the parental strain of modified vaccinia virus Ankara, to be its closest relative.
Accession number(s).
The annotated genome sequence is deposited in GenBank under the accession number MG599038.
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